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3 <110> APPLICANT: HERMONAT, Paul L. 

5 <120> TITLE OF INVENTION: ADENO-ASSOCIATED VIRUS AAV REP78 MAJOR REGULATORY PROTEIN, 
MUTANTS 

6 THEREOF AND USES THEREOF 

8 <130> FILE REFERENCE: 023533/0130 

10 <140> CURRENT APPLICATION NUMBER: .US 09/693, 908 

11 <141> CURRENT FILING DATE: 2000-10-23 

13 <150> PRIOR APPLICATION NUMBER: US 60/160,608 

14 <151> PRIOR FILING DATE: 1999-10-21 

16 <160> NUMBER OF SEQ ID NOS : 6 JUN 2 8 2002' 

18 <170> SOFTWARE: Patentin version 3.1 

20 <210> SEQ ID NO: 1 ^ ^ 

21 <2ii> length: 26 TECH CENTER 1600/2900 

• 22 <212> TYPE: DNA ' - ■ ...... 

23 <213> ORGANISM: Unknown 

25 <220> FEATURE: 

26 <223> OTHER INFORMATION: Primer 

28 <400> SEQUENCE: 1 

29 ccccggaggc cgaattcttt gtgcaa 26 

32 <210> SEQ ID NO: 2 

33 <211> LENGTH: 20 

34 <212> TYPE: DNA 

_ 35 <213> ORGANISM: Unknown 

37 <220> FEATURE: 

38 <223> OTHER INFORMATION: Primer 

40 <400> SEQUENCE: 2 

41 acaagcagga ttgaaggcca 20 

44 <210> SEQ ID NO: 3 

45 <211> LENGTH: 20 
*^46 <212> TYPE: DNA 

47 <213> ORGANISM: Unknown 

49 <220> FEATURE: 

50 <223> OTHER INFORMATION: Primer 

52 <400> SEQUENCE: 3 

53 catatcacca gctcaccgtc 20 

56 <210> SEQ ID NO: 4 

57 <211> LENGTH: 110 

58 <212> TYPE: DNA 

59 <213> ORGANISM: Human papillomavirus 
. 61 <400> SEQUENCE: 4 

62 actacaataa ttcatgtata aaactaaggg cgtaaccgaa atcggttgaa ccgaaaccgg 60 
64 ttagtataaa agcagacatt ttatgcacca aaagagaact gcaatgtttc 110 

67 <210> SEQ ID NO: 5 

68 <211> LENGTH: 4675 
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69 <212> TYPE: DNA 

70 <213> ORGANISM: adeno-associated virus 2 

72 <220> FEATURE: 

73 <221> NAME/KEY: CDS 

74 <222> LOCATION: ( 321 )..( 2183 ) 

75 <223> OTHER INFORMATION: 

78 <4 00> SEQUENCE: 5 

79 ttggccactc cctctctgcg cgctcgctcg ctcactgagg ccgggcgacc aaaggtcgcc 
81 cgacgcccgg gctttgcccg ggcggcctca gtgagcgagc gagcgcgcag agagggagtg 
83 gccaactcca tcactagggg ttcctggagg ggtggagtcg tgacgtgaat tacgtcatag 
85 ggttagggag gtcctgtatt agaggtcacg tgagtgtttt gcgacatttt gcgacaccat 
87 gtggtcacgc tgggtattta agcccgagtg agcacgcagg gtctccattt tgaagcggga 

89 ggtttgaacg cgcagccgcc atg ccg ggg ttt tac gag att gtg att aag gtc 

90 Met Pro Gly Phe Tyr Glu lie Val He Lys Val 

91 1 5 • 10 

93 CCG age gac ctt gac ggg cat ctg ccc ggc att tct gac age ttt gtg 

94 Pro Ser Asp Leu Asp Gly His Leu Pro Gly He Ser Asp Ser Phe Val 

95 15 20 25 

97 aac tgg gtg gcc gag aag gaa tgg gag ttg ccg cca gat tct gac atg . 

98 Asn Trp Val Ala Glu Lys Glu Trp Glu Leu Pro Pro Asp Ser Asp Met 

99 30 35 40 
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135 175 180 185 

137 ttg gtg geg cag cat ctg acg cac gtg teg cag acg cag gag cag aac 
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279 ctcaacttca agctctttaa cattcaagtc aaagaggtca cgcagaatga cggtacgacg 3193 

281 acgattgcca ataaccttac cagcacggtt caggtgttta ctgactcgga gtaccagctc 3253 

283 ccgtacgtcc tcggctcggc gcatcaagga tgcctcccgc cgttcccagc agacgtcttc 3313 

285 atggtgccac agtatggata cctcaccctg aacaacggga gtcaggcagt aggacgctct 3373 

287 tcattttact gcctggagta ctttccttct cagatgctgc gtaccggaaa caactttacc 3433 

289 ttcagctaca cttttgagga cgttcctttc cacagcagct acgctcacag ccagagtctg 3493 

291 gaccgtctca tgaatcctct catcgaccag tacctgtatt acttgagcag aacaaacact 3553 

293 ccaagtggaa ccaccacgca gtcaaggctt cagttttctc aggccggagc gagtgacatt 3613 

295 cgggaccagt ctaggaactg gcttcctgga ccctgttacc gccagcagcg agtatcaaag 3673 

297 acatctgcgg ataacaacaa cagtgaatac tcgtggactg gagctaccaa gtaccacctc 3733 

299 aatggcagag actctctggt gaatccggcc atggcaagcc acaaggacga tgaagaaaag 3793 

301 ttttttcctc agagcggggt tctcatcttt gggaagcaag gctcagagaa aacaaatgtg 3853 

303 aacattgaaa aggtcatgat tacagacgaa gaggaaatcg gaacaaccaa tcccgtggct 3913 

305 acggagcagt atggttctgt atctaccaac ctccagagag gcaacagaca agcagctacc 3973 

307 gcagatgtca acacacaagg cgttcttcca ggcatggtct ggcaggacag agatgtgtac 4033 

309 cttcaggggc ccatctgggc aaagattcca cacacggacg gacattttca cccctctccc 4093 

311 ctcatgggtg gattcggact taaacaccct cctccacaga ttctcatcaa gaacaccccg 4153 

313 gtacctgcga atccttcgac caccttcagt gcggcaaagt ttgcttcctt catcacacag 4213 

315 tactccacgg gacacggtca gcgtggagat cgagtgggag ctgcagaagg aaaacagcaa 4273 

317 acgctggaat cccgaaattc agtacacttc caactacaac aagtctgtta atcgtggact 4333 

319 taccgtggat actaatggcg tgtattcaga gcctcgcccc attggcacca gatacctgac 4393 

321 tcgtaatctg taattgcttg ttaatcaata aaccgtttaa ttcgtttcag ttgaactttg 44 53 

323 gtctctgcgt atttctttct tatctagttt ccatggctac gtagataagt agcatggcgg 4513 

325 gttaatcatt aactacaagg aacccctagt gatggagttg gccactccct ctctgcgcgc 4573 

327 tcgctcgctc actgaggccg ggcgaccaaa ggtcgcccga cgcccgggct ttgcccgggc 4633 

329 ggcctcagtg agcgagcgag cgcgcagaga gggagtggcc aa 4675 

332 <210> SEQ ID NO: 6 

333 <211> LENGTH: 621 

334 <212> TYPE: PRT 

335 <213> ORGANISM: adeno-associated virus 2 
337 <400> SEQUENCE: 6 
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aac 


ace 


ate 


tgg 


1313 


170 


Phe 


Leu 


Gly 


Trp 


Ala 


Thr 


Lys 


Lys 


Phe 


Gly 


Lys 


Arq 


Asn 


Thr 


He 


Trp 




171 










320 










325 










330 






173 


ctg 


ttt 


ggg 


cct 


gea 


act 


acc 


ggg 


aag 


acc 


aac 


ate 


gcg 


gag 


gcc 


ata 


1361 


174 


Leu 


Phe Gly 


Pro 


Ala 


Thr 


Thr 


Gly 


Lys 


Thr 


Asn 


He 


Ala 


Glu 


Ala 


He 




175 








335 










340 










345 








177 


gcc 


cac 


act 


gtg 


ccc 


ttc 


tac 


ggg 


tge 


gta 


aac 


tgg 


acc 


aat 


gag 


aac 


1409 


178 


Ala 


His 


Thr 


Val 


Pro 


Phe 


Tvr 

J. jr J- 


Gly 


Cys 


Val 


Asn 


Trp 


Thr 


Asn 


Glu 


Asn 




179 






350 










355 










360 










181 


ttt 


ccc 


ttc 


aac 


gac 


tgt 


gtc 


gac 


aag 


atg 


gtg 


ate 


tgg 


tgg 


gag 


gag 


1457 


182 


Phe 


Pro 


Phe 


Asn 


Asp 


Cys 


Val 


Asp 


Lys 


Met 


Val 


He 


Trp 


Trp 


Glu 


Glu 




183 




365 










370 










375 












185 


ggg 


aag 


atg 


acc 


gee 


aag 


gtc 


gtg 


gag 


teg 


gcc 


aaa 


gee 


att 


etc 


gga 


1505 


186 


Gly 


Lys 


Met 


Thr 


Ala 


Lys 


Val 


Val 


Glu 


Ser 


Ala 


Lys 


Ala 


He 


Leu 


Gly 




187 


380 










385 










390 










395 




189 


gga 


age 


aag 


gtg 


cgc 


gtg 


gac 


cag 


aaa 


tgc 


aag 


tec 


teg 


gcc 


cag 


ata 


1553 


190 


Gly 


Ser 


Lys 


Val 


Arg 


Val 


Asp 


Gin 


Lys 


Cys 


Lys 


Ser 


Ser 


Ala 


Gin 


He 




191 










400 










405 










410 






193 


gac 


ccg 


act 


ccc 


gtg 


ate 


gtc 


ace 


tec 


aac 


acc 


aac 


atg 


tge 


gee 


gtg 


. 1601 


194 


Asp 


Pro 


Thr 


Pro 


Val 


He 


Val 


Thr 


Ser 


Asn 


Thr 


Asn 


Met 


Cys 


Ala 


Val 




195 








415 










420 










425 








197 


att 


gac 


ggg 


aac 


tea 


acg 


ace 


ttc 


gaa 


cac 


cag 


cag 


ccg 


ttg 


caa 


gac 


1649 


198 


He 


Asp 


Gly Asn 


Ser 


Thr 


Thr 


Phe 


Glu 


His 


Gin 


Gin 


Pro 


Leu 


Gin 


Asp 




199 






430 










435 










440 










201 


egg 


atg 


ttc 


aaa 


ttt 


gaa 


etc 


ace 


cgc 


egt 


ctg 


gat 


cat 


gac 


ttt 


ggg 


1697 


202 


Arg 


Met 


Phe 


Lys 


Phe 


Glu 


Leu 


Thr 


Arg 


Arg 


Leu 


Asp 


His 


Asp 


Phe 


Gly 
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=> s adeno? 

16 FILES SEARCHED. . . 
LI 1759336 ADENO? 

=> s 11 and vir? 

10 FILES SEARCHED. . . 

21 FILES SEARCHED. . . 

31 FILES SEARCHED... 

L2 200183 LI AND VIR? 

=> s 12 and rep? 

6 FILES SEARCHED. . . 

16 FILES SEARCHED. . . 

22 FILES SEARCHED. . . 

26 FILES SEARCHED. . . 

27 FILES SEARCHED. . . 

L3 92098 L2 AND REP? 

=> s 13 and 7 8 

L4 9548 L3 AND 78 

=> s 14 and mutant 

32 FILES SEARCHED. . . 

L5 4090 L4 AND MUTANT 



